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Fig.7 


1 TTTAGACTTAGACGAAATGGAAATTATTTCATTAAAACGATTCATTTTATTGACTGTG 58 

I MetGluIlelleSerLeuLysArgPhelleLeuLeuThrVal 14 

59 GCAACTTCAAGCTTCTTAACATGAAACACCTTCTGTACAGATGAGTTCATGATGCCTCAT 118 

15 AlaThrSerSerPheLeuThrSerAsnThrPheCysThrAspGIuPheMetMetProHis 34 

119 TTTCACAGCAAAGAAGGTGACGGAAAATACTCCCAGCTGAGAGGAATCCCAAAAGGGGAA 178 

35 PheHisSerLysGluGlyAspGlyLysTyrSerGlnLeuArgGlylleProLysGlyGlu 54 

179 AAGGAAAGAAGTGTCAGTTTTCAAGAACTAAAAGATTGGGGGGCAAAGAATGTTATTAAG 238 

55 LysGluArgSerValSerPheGlnGluLeuLysAspTrpGlyAlaLysAsnVal I leLys 74 

239 ATGAGTCCAGCCCCTGCCAACAAAGTGCCCCACTCAGCAGCCAACCTGCCCCTGAGATTT 298 

75 MetSerProAlaProAlaAsnLysValProHisSerAlaAlaAsnLeuProLeuArgPhe 94 

299 GGAAGGACC ATAGATGAGAAAAGAAGCCCCGCAGC ACGGGTCAACATGGAGGCAGGGACC 358 

95 G I yAr gTh r 1 1 e As pG I aLy s ArgSe rP r o A I aA I aArgVa 1 AsnMe t G 1 uA 1 aG I yTh r 114 

359 AGGAGCCATTTCCCCAGCCTGCCCCAAAGGTTTGGGAGAACAACAGCCAGAAGCCCCAAG 418 

115 ArgSerHisPheProSerLeuProGlnArgPheGlyArgThrThrAlaArgSerProLys 154 

4 1 9 ACACCCGCTGATTTGCC ACAGAAACCCCTGC ACTC ACTGGGCTCCAGCG AGTTGCTCT AC 538 

135 ThrProAlaAspLeuProGlnLysProLeuHisSerLeuGlySerSerGluLeuLeuTyr 154 

479 GTCATGATCTGCCAGCACCAAGAAATTCAGAGTCCTGGTGGAAAGCGAACGAGGAGAGGA 538 

155 ValMetlleCysGlnHisGlnGluIleGlnSerProGlyGlyLysArgThrArgArgGly 174 

539 GCGTTTGTGGAAACAGATGATGCAGAAAGGGAAACCAGAAAAATAGGAAACTCGAGCCCG 598 

175 AlaPheValGiuThrAspAspAlaGluArgLysProGluLys*** 188 

599 ACTTCAAGAGGCTACGGAGC 618 

188 188 
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Fig. 11 
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Fig.12 
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